Figure S1. Pedigrees of 36 Families Cosegregating Profound Deafness and c.482+1986_1988delTGA within Intron 4 of HGF
Filled symbols represent individuals with prelingual, severe to profound, hearing loss. Asterisks indicate subjects enrolled in the protocol who contributed DNA samples. The pedigree for family DEM4011 was reported. 16 The exact relationship between families DEM4333A and DEM4333B
was not determined at the time of family history interview.
Figure S2. Differences in Weights of Hgf Conditional Knockout Mice and Littermate

Controls Weighed before ABR Testing
Conditional knockout mice were significantly smaller than littermate controls. Vertical bars indicate standard deviations.
Figure S3. RT-PCR of Hgf and Met from Mouse cDNAs
Mouse MTC panels I and III (Clontech) and cDNA from mouse cochlea were amplified with PCR primers for Hgf (forward 5'-cgacaagggctttgatgataa-3', reverse 5'-agggcaataatcccaaggaa-3'), Met (forward 5'-tgtcaaggttgctgatttcg-3', reverse 5'-ggacgtagtgttccccaatg-3') and Actb (forward 5'-agtgtgacgttgacatccgta-3', reverse 5'-gtttgctccaaccaactgct-3'). Mouse genomic DNA and TE are included as controls. Hgf and Met are ubiquitously expressed in all mesenchymal and epithelial tissues, respectively. 
